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FIG. 5 
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FIG. 6 

100 200 300 400 

T ! 1 1 1 1 \ 1 1 1 1 1 1 1 \ 1 1 1 1 1 1 1 1 \ \ 1 1 \ 1 1 1 1 1 1 1 




100 200 300 400 



FIG. 7A 

1. AAAGGATCCT GC/TGGIA/TG/CITG C/TTGGGCITT 

2. TTTGAATTCC CAIG/CA/TA/GTTIC/T T/GIAC/TIATCCA A/GTA 



1. CCAGGTACCA TGGACATAGG AAAC 

2. CCCTCTAGAT GCTTATATTG ATTG 

FIG. 7B 
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FIG. 7 OA 
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FIG. 1 0B 
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FIG. 1 0C 
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FIG. 10D 
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